.
Of the 50 loci assessed, all amplified and were polymorphic in A. altilis, 44 in A. camansi, and 21 in A. heterophyllus. The number of alleles per locus ranged from two (mAaCIR0167) to 19 (mAaCIR0121), with an average of seven alleles per locus (Table 2) . When genotyping the samples with 18 of the SSRs developed by Witherup et al. (2013) , we obtained similar results, but with a smaller number of alleles, ranging from one (MAA3) to 10 (MAA156) with an average of six alleles per locus (Appendix 2).
The Hardy-Weinberg equilibrium (HWE) test was only performed on diploids from Vanuatu and revealed that 20 of the new SSRs exhibited significant deviation from HWE (Table 2) . This is not surprising as we did not sample populations but cultivated varieties, most of them clonally propagated and maintained in the form of a few trees planted in backyards or gardens. In the triploids, we calculated the percentage of heterozygous individuals and gave the number of individuals harboring one, two, or three alleles for each microsatellite locus. For 60% of the microsatellite loci, we observed unambiguous genotypes (i.e., with three alleles), ranging from one individual (mAaCIR0178) to five individuals (mAaCIR0080). Fifty percent of the loci were highly informative with a polymorphism information content value (PIC; Botstein et al., 1980) , calculated on diploid data, greater than 0.7; only seven had a PIC less than 0.5, with a minimum value of 0.29 for mAaCIR0078. Although less informative, this latter category of loci may have characteristics, such as private alleles, useful for detecting admixture between species.
CONCLUSIONS
These 50 new nuclear SSR loci will be useful for assessing the identity and genetic diversity of breadfruit cultivars on a As a first step, 96 loci were selected according to the following criteria for motif type, repeat length, and amplicon size. We firstly excluded dinucleotide motifs, because these are prone to enzyme slippage during amplification, which may make allele designation difficult (Guichoux et al., 2011) . Only perfect motifs were selected, as they are more likely to follow the stepwise mutation model. We selected loci with lengths of 11 to 16 repeats, as recommended by van Asch et al. (2010) . Lastly, we selected loci with amplicon sizes ranging from 100 to 400 bp to facilitate the construction of multiplex sets. The 96 primer pairs were then tested for amplification with a subset made up of four samples (two A. altilis, one A. camansi, and one A. heterophyllus) . Only 15 failed to amplify. The remaining 81 primer pairs were classified according to their polymorphism and the overall quality of the profile. Among them, we chose to select only 50 polymorphic single-locus markers with no ambiguity in allele size determination (Table 1) . These 50 SSRs were assessed using the 41 samples listed in Appendix 1. For comparison, we genotyped the same samples with 18 SSRs developed by Witherup et al. (2013) . PCR reactions were performed in a solution A (25-μL total volume) containing 2.5 μL of PCR buffer (10 mM Tris-HCl, 50 mM KCl, 2 mM MgCl 2 , 0.001% glycerol), 2.5 μL of dNTP (Jena Bioscience GmbH, Jena, Germany), 0.25 μL of MgCl 2 , 0.2 μL of 10 μM forward primer with an M13 tail at the 5′-end (5′-CACGACGTTGTA-AAACGAC-3′), 0.25 μL of 10 μM reverse primer, 0.25 μL of fluorescently labeled M13-tail (6-FAM, NED, VIC, or PET [Applied Biosystems, Foster City, California, USA]), 0.1 units of Taq DNA polymerase (Sigma-Aldrich, St. Louis, Missouri, USA), 5 μL of template DNA (5 ng/μL), and 14 μL of H 2 O. The PCR conditions were as follows: an initial denaturation at 94°C for 5 min; 30 cycles at 94°C for 45 s, 55°C for 45 s, and 72°C for 1 min; and a final extension at 72°C for 10 min. PCR products were pooled in a solution B containing: 2 μL of 6-FAM, 2 μL of VIC, 2.5 μL of NED, and 3.5 μL of PET. From this solution B, a volume of 4 μL was taken and added to 10 μL of Hi-Di formamide and 0.12 μL of GeneScan 600 LIZ Size Standard and analyzed on an ABI 3500xL Genetic Analyzer (Life Technologies, Carlsbad, California, USA). Alleles were 
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Note: A = number of alleles; H e = expected heterozygosity; H o = observed heterozygosity; HWE = Hardy-Weinberg equilibrium; Obs = number of observations; PIC = polymorphism information content value, calculated on diploid data, as described by Botstein et al. (1980) . To test HWE, a χ 2 goodness-of-fit method was used; * = significant at P < 0.05, ns = no significant deviation from HWE. Note: A = number of alleles; H e = expected heterozygosity; H o = observed heterozygosity; HWE = Hardy-Weinberg equilibrium; Obs = number of observations; PIC = polymorphism information content value, calculated on diploid data, as described by Botstein et al. (1980) . To test HWE, a χ 2 goodness-of-fit method was used; * = significant at P < 0.05, ns = no significant deviation from HWE. Number of triploid individuals with three, two, or one allele(s).
